Cyclase associated proteins (CAPs) are highly conserved, ubiquitous, bifunctional proteins that modulate the actin-based cytoskeleton and play a role in RAS signaling [1] . The CAP homologue from Dictyostelium discoideum is involved in the microfilament reorganisation at anterior and posterior plasma membrane regions during directed cell movement, it exhibits approximately 39% identity and 61% similarity to CAPs from human and yeast, and shows like all CAPs sequenced so far a similar length and the common domain organization [2] . The amino-terminal domain of Dictyostelium CAP encompasses residues 1-215, and is followed by the proline rich region (residues 216-255) and the carboxy-terminal domain (residues 256-464). In this study we focus on the structure of the CAP N-terminus, which is apparently responsible for the interaction with the adenylyl cyclase and is of importance for the Ras signaling pathways. Crystallization of CAP was carried out with the sitting drop vapour diffusion method by mixing equal volumes of protein and reservoir solution (30% PEG8000, 0.2 M MgCl 2 , 10 mM β-mercaptoethanol and 0.1 M MES pH 6.1). Crystals of two different morphologies appeared in the same drop after 2-3 weeks and grew to a final size of ~0.2 ´ 0.2 ´ 0.1 mm. They belong to the space group P1 (with unit cell dimensions: a=37.52 Å, b=42.13 Å, c=53.74 Å, α=97.42˚, β=105.09˚ and γ=97.15˚) or to the space group P2 1 (with unit cell dimensions: a=50.19 Å, b=30.80 Å, c=52.87 Å, β=110.73˚). The P1 crystal contains one dimer per asymmetric unit whereas the monoclinic crystal form contains one monomer. A native data set was obtained from plunge-frozen crystals to a resolution of 1.4 Å. For derivatization, we soaked the crystals for 15 min in a solution containing 3 mM of K 3 IrCl 6 . The crystals were then mounted in cryo-loops directly from the soaking solution and flash-frozen in the cold nitrogen stream. Annealing of the crystals by repeated freezing and thawing significantly reduced the mosaicity of the diffraction pattern. X-ray data were collected at the wiggler beamline BW6 at DORIS (DESY, Hamburg, Germany) [3] using the 156-mm MarCCD detector (Mar-USA, Evantson, IL) at 100K and were processed and scaled with Denzo/Scalepack.The structure was determined by a combination of single isomorphous replacement with anomalous scattering (SIRAS) on the triclinic crystal. The phasing procedure was carried out with programs of the CCP4 program suite (Collaborative Computational Project No. 4) and CNS [4]. Anomalous difference Patterson syntheses were calculated from the peak (λ=1.105nm) data set. Refinement of heavy atom parameters and phase calculations from native and derivative data sets were performed with CNS, MLPHARE and Sharp. Solvent flattening and histogram matching were performed with the program DM, assuming a solvent content of 40%. The solvent flattened electron density map showed molecular bounders and allowed the recognition of few secondary structural elements. The map quality was further improved by a non-crystallographic symmetry averaging of the density using the program MAIN. The resulting electron density map was of good quality and enabled the incorporation of a complete model with the exception of 6 C-terminal residues. The initial model had a crystallographic R-factor of over 40% for all reflections in the resolution range of 10-2.0 Å. Real space electron density averaging was performed with MAIN in combination with CCP4 routines. The model was refined using the program CNS and corrected by using the interactive 3D graphics of the program MAIN. The final model has a R crystallographical factor of 18,4% and a free R factor of 21%. The monoclinic crystal form was substituted from the Patterson search technical using the model coordinates from the P1 crystal. The model was refined to a R factor of 19.6% and a free R factor of 24%. The CAP-N structure (Fig. 1) is built by an a-helix bundle composed of six antiparallel helices. The monomer crystals consist of one CAP-N molecule, one MES molecule and 257 water molecules In the dimer, two monomers interact through helices 3 and 4 from both chains. This generates a four-
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